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ATOTCCTCOOCOCCOTCTCCOOOO 2 4 

MSSAPSPQ 
25 ACTOCrrTCGCCTCCATCTCCACCATCAAACTCCACAACCACCACTCCrrCCTCCAOCTTCC 84 

TOSPPSPPSH'STTTTPPPAS 
8 5 OCTCCTCCTC C CACCAC ACCTTCTTCTCCTCC0CC0CCATCCACTA7TCCGAC ATCTCCT 1 4 4 
APPPTTPSSPPPPSTIPTSP 
145 CCTC C rTCTT C I C0CTCTACACC1 1 C 1 U C 1CCTCCTCCATCTCCACCAACTCCATCTACO 204 

PPSSRSTPSAPPPSPPT.PST 
205 CCOOOATCTCC ACCTCC 1 C 1 1 C(J 1 C AOCC U I CT C CACCCOCTCCAACTACOCCCOOATCT 264 

POSPPPLPQPSPPAPTTPOS 
265 CCACCCOCACCrOTTACTCCTCCTACTCOAAACCCTCCACCITCAtrTC 324 

PPAPVTPP'TRNPPPSVPOPP 
325 TCCAATCCTTCACOCOAAQQAOQATCTCCTCQACCTCCATCTTTCTCCCTCOCCOCCaTCT 384 

SNPSREOOSPRPPSSPSPPS 
385 CCTTCTTCCQACQOTTTATgAAgAQOAflTTfltrrQQTtlQOAATCQggATPQQAQQAtTTrftf'T 444 
PSSDOLSTOVVVOIAIOOVA 

4 45 crmcTTm-nATAmnACTtrraiTTrmT^cm 504 

LLVIVTLXCLLCRKKRRRDE 
SOS OAAOATOCTTACTATQTTCCTCCaCCACCTCCTCCTOOTCCCAAAGCCOOAOOACCTTAC 564 

EDAYYVPPPPPPOPKAOGPY 
S 6 5 O GTOQAC AOC AOC AACAATO OCGGC AACAAAACGCAACACCACCOTCAOATC ATOTC 0T0 624 

GOQQQQWRQQNATPPSDHVV 
625 ACGTCACTACCACCACCACCTAAOGCTCCATCTCCACCACGGCAACCTCCTCCACCTCCA 684 

TSLPPPPKAPSPPRQPPPPP 
685 CCACCaCCTTrCATOAOCAOCAGCOGCOOCTCCOACTACTCOOACCOTCCAOTTCTTCCT 7 44 

PPPFMSSSGGSDYSDRPVLP 
7 45 CCACCQTCTCCAOOOCTTQTOTTAOO C1 I C T C CAAAAOCACTTTCACATACOAOGAQCTA 804 

PPSPGLVLOFSRSTFTYEEL 
805 OCTAOAOCCACCAATGaTrTCTCCGAOaCOAACTTOTTAOOACAAOGCOOOTTCOGTTAC 864 

A R A T H 'CL.__F_gL.JE , A , — L l^.J^JL.^SL-f^jy^y 

865 GTGCACAAAGOTOTOTTGCCTAOTGGOAAAGAAOTTOCTOTOAAOCAQTTTOAAAGTTOOO 924 

^.Ji R Q V-L-_-f. S L'JL^JL^C . .V ^V^^,P^,.^..Jl, V Q 
92S AGTOGTCAGGQAGAGAOOGAGTTTCAGOCAOAGOTTOAOATCATCAGCAGAGTTCACCAC 984 

5 — G '"CL— ft. E R E f 0 A—. E_ r J¥ E I l_-S— R . Y "HJ< 

985 AOOCATCTOOTOTCT CI 1UX XUUI 1 ATTO C ATCOC C 0 QTO C C AAAA QATTO CTTQTCTAT 1044 
V SL . L . y. .G Y C I h *S . A. .R — R . L. L v . Y 
1 0 4 S OAGTTTOTTCCTAACAACAATCTCGAOCTTCACCTCCATOOCGAGOOACGOCCTACAATO 1104 

E E v___P_fl„H__N LELHLHqS.qR "P. .T H 
1105 OAATOOAOCACCAQATTOAAOAl 1UCTC n O GATCTOCTAAAOOA C ITTCI 1A TCTTCAT 1164 

E — W 5 T...R L A . L...G. .-S ft B^Q_„L S X . l. Ji 

11 6 S OAAGATTGCAATCCTAAAATCATTCACCGTGATATCAAGOCTTCAAACATATTGATAOAT 1224 

E . P .£ M-^g — E — I 1 ^» I * * g jj. I t n 

12 25 TTCAAOTrrGAAGCTAAaaTTaCTOATl 1 1 OOTCTTQCTAAOATTo'cTTCTO ATACAAAC 1284 

E- .K..E ** 'E A &- y...A.- J .P„/^.0-.^ -^A.^^I„A,,&-..^^X_...H 

1285 A C G C AT QTATC AAC A C OTOTOATGGG AAC CTTTG GGTACTTGGCT C CO GAATA CO CTG CA 1344 
T-JL__Y <,,, ^JLJL>.VL..JL .^ T ^ r fl ^ 1 JLJL L Y * 

13 45 AOCQQAAAOCTCACOOAQAAOTCTOAC U1 1 11 U 1 CATTTO OC OTTOTO I' 1111 OOAOCTC 1404 

s.— q & — l. .t, .E^^s^B^.x ^f-^s^ -- 1 q T .y..-..v t l ■_e.___l 

1405 ATTACTG OAC GTC G A C CC OTTO AT(^PC AAC AATOTCTATOTAO ATO AC AOCTT AGTTO AC 1464 
1 T q R — R P V D A H M 'yYYPPSLV.P 

1 4 6 S TO GGCA CGAC C ATTO CTTAA CC GAG CATCTO AOC AA GGA 0 ACTTTGAO 0 OTTTAG CTO AT 1524 

W. A R P L L.H.R A S E Q 0 P F E ft— JL. A.jP. 

1525 OCAAAOATOAATAATGOOTATGACAOAGAGGAGATGOCTCOCATGOTTGCTTOTOCTQCO 1584 

A K..H N P G Y P R £ "eharhvacaa 
1585 GCTTQTOTX ICOCCATTCAOCTCOCCaCAOACCTCOCATOAOCCAOATTOTOCOTOCOTTA 1644 

A-.-CL V R H S A R R P^JP R H S 0 . J__v_ R-^A_i 
1645 GAAOOAAATOTATCACTOTCAGATCTTAACaAAGGOATaAGA 1704 

EGfcTVSLSDLttEQHRPOQSNV 
1705 T ACA G CTCATA C GOA QOAAG CAC C GATTATGA CTC GAGC C AOTACAATG AAGA C ATG AAG 1764 

YSSYOOSTDYDSSQYNEDMK 
1765 AAGTTTAGGAAAATGGCACTTGGAACTCAAGAGTAC^ACGCCACOGGTGAaTACAGTAAT 1824 

KF RKMALOTQEYN'ATOEYSN 
18 25 C COACCAGTGACTATGGACTGTACC COTCTOG1 1 CAAGCAGCOAGOGCCAAACCACACGC 1864 

PTSDYGLYPSOSSSEOQTTR 
1 8 6 S G AAATO GAGATG GO G AA G ATTAA GAGAAC C 0 OTC A GGGTT ATAGTOOACCTTCTCTTTAA 1944 

EMEMGJCIKRTGQGYSGPSL • 
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TAGAAAAAAA ^ &AATGTCAG ACTTAGGCG A GTCGCCGAGT TCTTCACCAC CAGCACCACC 
AGCTGATACC GCTCCTCCAC CAGAGACTCC ATCAGAAAAC TCAGCTCTTC CACCTGTTGA 
TTCCTCTCCT CCTAGTCCAC CAGCTGATT <~ ATCATCAACA CCGCCGCTGT CAGAACCATC 
CACTCCTCCT rrAGATTCAC AnrTTgCTCC TTTACCTTCG ATTCTTCCTC CG CTAACAG A 
TTCTCCACCT CCACCTTCCG ATTCTTCTC P ACCCGTTGAT TCAACCCCTT CTCCGCCGCC 
ACCGACGTCA AACGAATCTC CTTCTCCTC C AGAAGATTCC GAAACACCAC CTGCTCCACC 
AAATGAATCC AATGACAACA ACCCTCCTCC GTCTCAA GAT CTTCAATCGC CTCCTCCATC 
GTCGCCGTCG CCGAATGTAG GACCCACAAA CCCGGAA TCA CCACCGTTAC AATCTCCTCC 
AGCTCCACCA GCATCAGATC CTACAA&TTC ACCGC CAGCT TCACCATTAG ACCCTACCAA 
TCCTCCCCCA ATACAACCAT CAGGACCA KP CACTTCTCrT CCGGCTAATC CCAACGCTCC 
GCCGAGCCCA TTCCCCACAG TACC A gCCAA AACTCCTTCT AGTGGACCTG TG^TITCTCC 
ATCTCTCACA TCCCCTAGTA AAGGAACTC r TACTCCAAAC CAAGGCAATG GAG ATGGC GG 
TGGCGGTGGT GGCGGCTATC AAGGGAAGAC TA T GGTTGGT ATGGCTGTAG CCGGTTTCGC 
AATCATGGCG CTTATAGGCG r rm uilL f T AGTGAGAAGA AAGAAAAAGA GAAACATTGA 
TAGCTATAAT CACTCACAGT ACTTGCCACA TCCCAA TTTC TCTGTTAAAT CAGGTTTAAA 
AATCTCACCT TTATCTCTCT CTGATCATCT TCTATGTGCT TGAATCATCT CTCTGACTAT 

CTTTGCTTn G atgt ag atg gattcttat a cggtcaagat ccaggtaaag gatactcctc 

TGGTCCTAAT GGTTCAATGT ATAACAATTC ACAG P AACAA CAATCCTCTA TGGGAAACAG 
TTATGGTACA GCTGGTGGTG GTTATCCTCA TCATCA AATG CAATCAAGTG GCACACCTGA 
CTCTGCTATA CTCGGAAGTG GCCAGACT CA TTTCAGTTAr GAAGAGCTTG CTGAGATAAC 
ACAAGGCTTT nrTCGCAAAA ACATTCTTGG AGAAGGCGGA TTTGGATGTG TCTATA AAGG 
TACATTGCAG GATGGTAAAG TTGTTGrr^T TAAGCA GCTT AAAGCTGGAA GTGGACAAGG 
TGACCGTGAA TTCAAAGCAG AGGTTGAG AT CATCAGCrGC GTTCATCATC GCCAT TTGGT 
CTCTCTGGTT GGTTACTGCA TTTCAGAgCA GCATAG ATTG CTTATCTATG AGTATGTTTC 
TAATCAAACC TTGGAGCATC ATTTGCATGG TGAGTGACTT GTTACCATTT TCGTTATAGA 
TAAGACTTTT TTTTAGCTTT A CGTG T TA GA CTGACTCGCT TTACGCTTTA GGAAAGGGTT 
TGCCAGTTTT A GAGTGGTCT AAGAGAGTgg GGATCG CTAT AGGATCAGCC AAAGGGTTGG 
CATATCTTCA CGAAGACTG T AAGTAATGCC TTCACATTTT CTTAGTTGTG TGCTTTGGTT 
ATGCACTTCA TAGTTTAAAC AGAAGCCAAA AATCATATCC TTGTTTTATT TTACAGGTCA 
TCCGAAAATC ATTCACAGAG ATATAAAGTC AGCA AATATT CTTCTAGATG ATGAATATGA 
AGCTCAGGCA ATAATGAAAT CCTCCTTTTC G TTAAATCTA TCTTATGACT GTAAAG^xli. 
AGTTAATGAG ACTTGTTCTG TTTTTTGGAT GT TTAGGTTG CTGATTTTGG ACTTGCTAGA 
CTCAATGATA CAACACAAAC TCATGTTTCA ACTr GGGTTA TGGGAACCTT CGGGTAAGCA 
AACATTCATC ACAAACTCTA CTCCAAAACT GGACCTTATT GATCCAATGC CTGATGAAAA 
G TTTGTTA TA TATGGCTTGA GGCAACAAAT TGGATCAAAC CTGAATCTTT ATTGATCGTA 
TGGCTGCATG ACATGTTTTG TGTTAAGGTA CCTAGCGCCG GAATATGCAT CAAGTGGAAA 
ATTGACTGAT AGATCCGATG TATTCTC A TT rGGGGTTGTT CTCTTAGAGC TTGTAACTGG 
ACGGAAACCA GTTGACCAGA CTCAGCCTCT AGGAGAAGAG ACTTTGGTTG AATGGGTAAG 
AATCCAACTT TCAAACATTC TTCAATAATA GTAAGATTGG CCCTAGTATA CTTATATAGT 
ACTTATAAAT GAACTCACAG nmffiCCCGC THrTTCTCAA AGCCATTGAG ACCGGAGATT 
TAAGCGAACT GATTGATACA CGGCTTGAAA AGC U'll'AIGT GGAGCATGAA GTCTTCAGAA 
TGATCGAGAr AGCCGCTGC A TCTGTTAGAC ATTCTGGTCC AAAACGCCCA CGCATGGTTC 
AGGTAATTCT GACTAACCAA AAGTCCAAAG CTCCCATATA TAGTAACAAG TGATTTCTCA 
CATCTGAAAA CTTATCTACT CTTCGAAATA n«GTTGTGAG AGCATTGGAC TGCGACGGAG 
ACTOGGGAGA TATTAGCAAC GGAATCAAAA TT GGGCAAAG CACAACTTAT GACTCAGGGC 
AATACAATGA AGACATTATG AAATTCAGGA AAA TGGCGTT TGGTCGTGAT AACAGCGTAG 
AGTCAGGATT GTACAGTGG A AACTACTCTG rrAAAAGCTC TTCAGATTTC TCAGGGAATG 
AATCTGAGAC TCGGCCTTTC AACAACCGA C GGTTCTGATC ATACAATAGG TGAAAGTAAC 
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ATG TCA GAC TTA GCC GAG TCC CCC AGT TCT TCA CCA CCA GCA CCA CCA GCT CAT ACC GOT 

OCT CCA CCA GAS ACT CCA TCA GAA AAC TCA OCT CTT CCA CCT GTT GAT TCC TCT CCT CCT 

AGT CCA CCA GCT GAT TCA TCA TCA ACA CCG CCG CTG TCA GAA CCA TCC ACT CCT CCT CCA 

GAT TCA CAG CTT CCT CCT TTA CCT TCG ATT CTT CCT CCG CTA ACA GAT TCT CCA CCT CCA 

CCT TCC GAT TCT TCT CCA CCC GTT GAT TCA ACC CCT TCT COG CCG CCA CCG ACG TCA AAC 

GAA TCT CCT TCT CCT CCA GAA GAT TCC GAA ACA CCA CCT CCT CCA CCA AAT GAA TCC AAT 

GAC AAC AAC CCT CCT CCG TCT CAA CAT CTT CAA TOG CCT CCT CCA TCG TCG CCG TCG CCG 

AAT GTA GGA CCC ACA AAC CCG GAA TCA CCA CCG TTA CAA TCT OCT CCA GCT CCA CCA GCA 

TCA GAT CCT ACA AAT TCA CCG CCA GCT TCA CCA TTA GAC CCT ACC AAT CCT CCC CCA ATA 

CAA CCA TCA GGA CCA GCC ACT TCT CCT CCG GCT AAT CCC AAC GCT COG CCG AGC CCA TTC 

CCC ACA GTA CCA CCC AAA ACT CCT TCT ACT GGA CCT GTG GTG TOT CCA TCT CTC ACA TCC 

CCT AGT AAA GGA ACT CCT ACT CCA AAC CAA GGC AAT GGA GAT GGC GGT GGC GST GCT GGC 
GYQGKT MVCH^JVV A G F A 



GGC TAT CAA GGG AAC ACT ATG GTT GGT ATG GCT GTA GCC GCT 
t G V V F L VRRK* KRN 



TTC 
I 



GCA ATC ATC GCC CTT 
D S Y N H 



TCA CAG TAC TTG CCA CAT CCC AAT TTC TCT GTT AAA TCA GAT GGA TTC TTA TAC GGT CAA 
GAT CCA GGT AAA GGA TAC TCC TCT GGT CCT AAT ^g' ^G^ ^H^* 

CAA CAA TCC TCT ATG GGA AAC AGT TAT GGT ACA GCT GGT GGT GGT TAT CCT CAT CAT CAA 
ATG CAA TCA AGT GGC ACA CCT GAC TCT GCT ATA CTC GGA ACT GGC CMS ACT CAT TTC ACT 
TAC GAA GAG CTT GCT GAG ATA ACA CAA GGC TTT CCT CGC AAA AAC ATT CTT GGA GAA GGC 

GGA TTT GGA TGT GTC TAT AAA GOT ACA TTG CAG GAT GGT AAA GTT GTT GOG GTT AAG CAG 
L K A G S G Q G D * « * A * ^ 
CTT AAA GCT GGA AGT GGA CAA GGT GAC OCT GAA GAG D> Q H R 

CGC GTT CAT CAT CGC CAT TTG GTC TCT CTG GTT GGT TAC TOO ATT TCA GAC CAG CAT AGA 
TTG CTT ATC TAT GAG TAT GTT TCT AAT CAA ACC TTG GAG CAT CAT TTG CAT GAG TOG TCT 
AAG AGA GTC CGG ATC GOT ATA GGA TCA GCC AAA GGG TTG GCA TAT CTT CAC GAA GAC TGT 
CAT CCG AAA ATC ATT CAC AGA GAT ATA AAG TCA GCA AAT ATT CTT CTA GAT GAT 
GAA GCT CAG GCA ATA ATG AAA TCC TCC TTT TCG TTA AAT CTA TCT TAT GAC TGT AAA GTT 
TTA GTT GCT GAT TTT GGA CTT GOT AGA CTC AAT GAT ACA ACA OA. ACT CAT GTT TCA ACT 
CGG GTT ATG GGA ACC TTC GGG TAC CTA GOG COS GAA TAT GCA TCA ACT GGA AAA TTG ACT 
GAT AGA TCC GAT GTA TTC TCA TTC GGG GTT GTT CTC TTA GAG CTT CTA ACT GGA CGG AAA 
CCA GTT GAC CAG ACT CAG CCT CTA GGA GAA GAG AGT TTG GTT GAA TOG GCG CGC COG CTG 
CTT CTC AAA GCC ATT GAG ACC GGA GAT TTA AGC GAA CTG ATT GAT ACA CGG CTT GAA AAG 
CGT TAT GTG GAG CAT GAA GTC TTC AGA ATG ATC GAG ACA GCC GCT GCA TGT Vtt AGA CAT 
TCT GGT CCA AAA CGC CCA CGC ATG GTT C»G GTT GTG AGA GCA TTG GAC TGC GAC GGA GAC 
TCG GGA GAT ATT AGC AAC GGA ATC AAA ATT GGG CAA AGC ACA ACT TAT GAC TCA GGG CAA 
TAC AAT GAA GAC ATT ATG AAA TTC AGO AAA ATG GCG TTT GGT GGT GAT AAC AGC GTA GAG 

TCA GGA TTG TAC AGT GGA AAC TAC TCT GCC AAA AGC TCT TCA GAT TTC TCA GGG AAT GAA 

SBTRPFHHR*** 
TCT GAG ACT CGG CCT TTC AAC AAC CCA CGG TTC TGA 
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GAAAATTTTG ATrTCCG ATG GCTTCTTCTC CTG AATCT G C TCCTCCAACA AACTCCACCT 
CTTCTCCATC TCCACCGTCT AATACCAATT CAACCACr TC TTCTCCGCCG GCTCCGTCTC 
CTCCTTCTCC TACACCTCCT CAAGGAGACT CATCA TCATC GCCACCTCCT GATTCCACAT 
CTCCACCAGC TCCACAAGCT CCTAACCCTC CTAAT TCCTC TAATAACTCT CCTTCCCCTC 
CGTCACAGGG CGGTGGAGGA GAAAGAGGAA ATG GAGGAAA CAATGGTGGC AATGATACTC 
CACCGTCACG CGGCTCTCCT CCTTCTCCT C CTTCTAGGAG TAATGGAGAT AATGGTGGTA 
GCAGATCATC GCCACCAGGA GACACTGGAG GCTCTC GCTC AGACAACCCT CCTTCTAGCG 
GAGGAAGCAG TGGAGGAGGT GGAGGTGGAA GAAGTAATAC GAATACAGCG ATCATAGTTG 
GTGTATTAGT CGGAGCTGGA CTTTTGATGA TCGTTCT TAT TATTGTGTGT CTTAGACGCA 
AAAAGAAGAG AAAAGACTCC TTCTACCr TG AACCCATGAA AGGTAAAAAC ATATACACAC 
TCTTATGTTT CAACAAATAA GAAGCTTAGA TTCTTTCATA AAATTTCAGG AAACCAATAT 
CAATACTATG GAAACAACAA CAACAACAAT GCT TCACAGA ATTATCCGAA TTGGCACCTA 
AATTCACAAG GCCAAAACCA ACAATCTACT GGTG GTTGGG GAGGCGGTGG ACCATCACCG 
CCTCCTCCTC CGCGGATGCC TACAAGCGGA GAAG ATTCTT CCATGTACTC AGGCCCATCA 
CGCCCAGTTT TACCTCCTCC TTCGCCTGCT CTAG CCCTCG GATTCAACAA GAGCA^ii U 
ACTTACCAAG AGCTTGCGGC TGCAACAGGA GGGT TTACGG ATGCTAACCT TTTGGGACAG 
GGAGGATTTG GGTATGTCCA TAAAGGAGTC TTGCCTAGrG GGAAAGAAGT AGCAGTTAAG 
AGTTTAAAAG CGGGTAGCGG ACAAGGAGAG AGGGAGTTTC AAGCTGAGGT CGATATCATT 
AGCCGTGTGC ATCATCGGTA TCTTGTTTCT TTGGT TGGAT ATTG CATAGC TGATGGACAG 
AGGATGTTGG TTTATGAGTT TGTTC CTAAC AAAA CTTTGG AATATCATCT TCATGGTTAG 
ACCACTTAAA AACTTTGAGT ACTAAGTTTA TTTTCTCTAA TCTATATATT CAAGAAAGTT 
GTAACCTTAA TT T GTT G TTG TAG GGAAAAA TCTTCCG GTA ATGGAGTTCT CCACTAGGTT 
GCGTATCGCC TTAGGTGCTG CGAAAGGACT CGCT TACCTT CACGAAGACT GTAAGTTTTA 
ACATTCACCA TTCTCATTTT CTTAACCAAG TTGCATAAAA CAGAGAAAGC TCTGTCTCTG 
ACTAGTGTTA TCTTTTTGGC TGAGAAAATG GTRgaGGggA TCCTCGGATC ATTCACCGCG 
ACATCAAGTC TGCAAATATT CTCTTGGA CT TCAACTTTGA TGCTATGGTG ATAAACTAGT 
AGCTTGCATT CATCTACGGT TTTTTGTTAA GACTACATTG ATGACATTTT GCATTTGTTT 
ATTCAG GTGG CTGATTTTGG ATTAGCTAAG TTAA GATCTG ATAACAACAC TCATGTATCT 
ACTCGTGTGA TGGGAACTTT CGGG TAAGCG TTTTACCGTA TGATAAGATT GTTCGTGACA 
CTCAAGAAAC ATAACCTTTG TAGACTAATC TACTTTGCTT CTTTCCACAA ACATGTGTAG 
ATATCTAGCT CCAGAATATG CTTCAAGCGG TAA ATTAACC GAGAAATCCG ATGTTTTgTC 
TTACGGAGTT ATGTTATTGG AACTTATAAC TGGAAAACG A CCGGTTGATA ATAGCATCAC 
CATGGACGAC ACCTTAGTAG ATTGGGTATT CATGCATGTA ACATATGTAT CGTGTATATA 
TGTTTTTCGC CTTTTTCGCG TACTAATGAT CATGAATACA GGOTCGGCCT CTTATGGCTC 
GCGCGCTAGA AGATGGAAAC TTTAATGAGC TCGCA GATGC GAGGCTTGAA GGCAACTACA 
ACCCGCAAGA AATGGCTCGA ATGGTGACTT GTG CCGCTGC TAGCATTCGT CATTCGGGGC 
GTAAACGTCC AAAGATGAGC CAGGTGAATC AAAATTATAA CTAAAAGTCT ATTTTTGTCA 
GAGAATAACA AACAAATGTT GTGGTTTTCA GATAGTAAGA GCGTTAGAAG GAGAAGTGTC 
CTTAGATGCT TTAAACGAAG GTGTGAAGCC AGGAC ACAGT AACGTTTACG GGTCATTGGG 
AGCAAGCTCG G ATT AT AGT C AGACATCTTA CAAT GCAGAC ATGAAGAAAT TCAGACAGAT 
AGCTTTGTCG AGCCAAGAAT TCCCAGTCAG TG ACTGTGAA GGAACATCTA GTAATGATTC 
TAGAGATATG GGAACTAAGA GCCCTACTr c TCCAAAATGA GATCGAATCA ATGATTCTGT 
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HA. SSPESAPPTNSTSSPSPP 

ATG GCT TCT TCT CCT GAA TCT CCT CCT CCA ACA AAC TCC ACC TCT TCT CCA. TCT CCA CCG 
SNTNSTTSSPPAPSPPSPTP 

TCT AAT ACC AAT TCA ACC ACC TCT TCT CCG CCG GCT CCG TCT CCT CCT TCT CCT ACA CCT 
PQGDSSSSPPPDSTSPPAPQ 

CCT CAA GGA GAC TCA TCA TCA TCG CCA CCT CCT GAT TCC ACA TCT CCA CCA GCT CCA CAA 
APNPPNSSNNSPSPPSQGGG 

GCT CCT AAC CCT CCT AAT TCC TCT AAT AAC TCT CCT TCC CCT CCG TCA CAG GGC GGT GGA 
GERGNGGNNCGNDTPPSRGS 

GGA GAA AGA GGA AAT GGA GGA AAC AAT GGT GGC AAT GAT ACT CCA CCG TCA CGC GGC TCT 
PPSPPSRSNGDNGGS 



P P 
CCA CCA 
G G 



R S S 

CCT CCT TCT CCT CCT TCT AGG AGT AAT GGA GAT AAT GGT GGT AGC AGA TCA TCG 

GDTGGSRSDNP PSSGGS S 
GGA GAC ACT GGA GGC TCT CGC TCA GAC AAC CCT CCT TCT AGC GGA GGA AGC AGT GGA GGA 

GGGGRSNTN T A T I V G V L V G A_ 

GGT GGA GGT GGA AGA AGT AAT ACG AAT ACA GCG ATC ATA GTT GGT GTA TTA GTC GGA GCT 

GLLMIVLTIVC LRRKK RRICD 
GGA CTT TTG ATG ATC GTT CTT ATT ATT GTG TGT CTT AGA CGC AAA AAG AAG AGA AAA GAC 

SFYPEPMKGNQYQYYGNNNN 
TCC TTC TAC CCT GAA CCC ATG AAA GGA AAC CAA TAT CAA TAC TAT GGA AAC AAC AAC AAC 

NNASQNYPNWHLNSQGQN Q Q 
AAC AAT GCT TCA CAG AAT TAT CCG AAT TGG CAC CTA AAT TCA CAA GGC CAA AAC CAA CAA 

STGGWGGGGPSPPPPPR MPT 
TCT ACT GGT GGT TGG GGA GGC GGT GGA CCA TCA CCG CCT CCT CCT CCG CGC ATC CCT ACA 
SGEDSSMYSGPSRPVLPP PS 

AGC GGA GAA GAT TCT TCC ATG TAC TCA GGC CCA TCA CGC CCA GTT TTA CCT CCT CCT TCG 
PALALGFMKSTFTYQELA A A 

CCT GCT CTA GCC CTC GGA TTC AAC AAG AGC ACT TTT ACT TAC CAA GAG CTT GCG GCT GCA 
TGGFTDANLLGQGGFGYVHK 

ACA GGA GGG TTT ACG GAT GCT AAC CTT TTG GGA CAG GGA GGA TTT GGG TAT GTC CAT AAA 

EVAVKSLKAGSGQ 



S 



G S G 

GGA GTC TTG CCT AGC GGG AAA GAA GTA GCA GTT AAG AGT TTA AAA GCG GGT AGC GGA CAA 
GERBFQAEVDIISRVHHRYL 

GGA GAG AGG GAG TTT CAA GCT GAG GTC GAT ATC ATT AGC CGT GTG CAT CAT CGG TAT CTT 
VSLVGYCIAOGQRMLVYEFV 

GTT TCT TTC GTT GGA TAT TGC ATA GCT GAT GGA CAG AGG ATG TTG GTT TAT GAG TTT GTT 
PMKTLEYHLHGKHLPVME F S 

CCT AAC AAA ACT TTG GAA TAT CAT CTT CAT GGG AAA AAT CTT CCG GTA ATG GAG TTC TCC 
T R L R I A L G A A K G L A Y L H ED C 

ACT AGG TTG CGT ATC GCC TTA GGT GCT GCG AAA GGA CTC GCT TAC CTT CAC GAA GAC TGC 
HPRIIHRDIKSANILLDPN F 

CAT CCT CGG ATC ATT CAC CGC GAC ATC AAG TCT GCA AAT ATT CTC TTC GAC TTC AAC TTT 
DAMVADFGLAKLTSDNNTHV 

GAT GCT ATG GTG GCT GAT TTT GGA TTA GCT AAG TTA ACA TCT GAT AAC AAC ACT CAT GTA 
STRVMGTFGYLAPEYASSGK 

TCT ACT CGT GTG ATG GGA ACT TTC GGA TAT CTA GCT CCA GAA TAT GCT TCA AGC GGT AAA 
LTEKSDVFSYGVMLLELITG 

TTA ACC GAG AAA TCC GAT GTT TTC TCT TAC GGA GTT ATG TTA TTG GAA CTT ATA GGA 
KRPVDNSIT MDDTLVDWAR P 

AAA CGA CCG GTT GAT AAT AGC ATC ACC ATG GAC GAC ACC TTA GTA GAT TGG GCT CGG CCT 
LHARALEDGNFNELADARLE 

CTT ATG GCT CGC GCG CTA GAA GAT GGA AAC TTT AAT GAG CTC GCA GAT GCG AGG CTT GAA 
GMYNPQEMARMVTCAAAS IR 

GGC AAC TAC AAC CCG CAA GAA ATG GCT CGA ATG GTC ACT TGT GCC GCT GCT AGC ATT CGT 
HSGRKRPKMSQIVRALBG E V 

CAT TCG GGG CGT AAA CGT CCA AAG ATG AGC CAG ATA GTA AGA GCC TTA GAA GGA GAA GTG 
SLDALHEGVKPGHSNVY GSL 

TCC TTA GAT GCT TTA AAC GAA GGT GTC AAG CCA GGA CAC AGT AAC GTT TAC GGG TCA TTC 
GASSDYSQTSYNADMKKF RQ 

GGA GCA AGC TCG GAT TAT AGT CAG ACA TCT TAC AAT GCA GAC ATG AAG AAA TTC AGA CAG 
IALSSQEFPVSDCBGTSSNO 

ATA GCT TTG TCG AGC CAA GAA TTC CCA GTC AGT GAC TGT GAA GGA ACA TCT AGT AAT GAT 

SRDMGTKSPTPPK* 
TCT AGA GAT ATG GGA ACT AAG AGC CCT ACT CCT CCA AAA TCA 



20 
60 
40 
120 
60 
180 
80 
240 
100 
300 
120 
360 
140 
420 
160 
480 
180 
S40 
200 
600 
220 
660 
240 
720 
260 
780 
280 
840 
300 
900 
320 
960 
340 
1020 
360 
1080 
380 
1140 
400 
1200 
420 
1260 
440 
1320 
460 
1380 
480 
1440 
500 
1500 
520 
1S60 
540 
1620 
S60 
1680 
580 
1740 
600 
1800 
620 
I860 
634 
1902 



Figure 12B 
22/26 



SUBSTITUTE SHEET (RULE 26) 



WO 01/14563 ^ PCT/CA00/00966 



TCCACCGTTT GAGAAACCCT AATAACAACA TTCAAAATfiP, PP,GAPTCACC GGTGGATTCA 
tptpptp.ccc. rmmccTC j**Tn**CA CO rrrrrM ACGCAAPATC GCCGTCTAAT 

rcAGTPATCGC PGPPAACACC. nrrTTCTTCA PPAPPAPPAT CATCAATATC TGCTCCTCCG 
CCAGATATCT cr-nr-rrP-TTT TTC^-rrn CCTGCAPPAP PAACGCAAGA AACGTCACCT 
pctacatctc pgtpctcatc G^rrrnrr ctagptaatc CGTPAPPGCA GACTCCAGAG 

AATPPTTCTC. PAPPTGCACC TC-A^PTPA ACTPPTGTAA CGCCAPPTGC ACCACCACAA 

apappgtcga accaatcacc p ^aaagacca a^-pptpptt cTrrmtrrGC caatgatgac 

CGAAAPAGAA PPAATGGCGG A AAPAAPAAC Ar^BArCGCT CCAPAPPATC ACCACCGTCG 
TPAGGGAACA GAACTTCCGG TGAPCCTGGC TPACCTTCAC PAPPTCGGTC GATAAGCCCT 
PPTPAGAATA GTGGAGATTC AG APTPATCA TCGGGTAATC ATCCACAAGC CAACATTGGA 
TTGATTATTG GAGTCCTTGT — r-rTTTr.rrre TArTTGCAGT GTGTATTTGC 
ATTTnTTGCA APAGGAAGAA gA AfSAAGAAA T PTPPTPAGG TPAAPPAPAT GCACTACTAC 
AATAACAATC CTTATGGAGG AGPACCCTCA GG TAATTACA GTTTAGTATA ACTGGAATTT 
AATTTGTAGC CTAATGGTGT TTGATTAGGT TTCAGAACGA TCATAGTCTA ATGGTTTCTG 
CTAGCTCCAT ATGGCAAAAG GATTAGATTT ATAAGCTAAA GGAGATGTTG CATAGTGTAG 
(yTAATGGTGG TTATTACAAG P -nAAPAPCTC AArcATrATCT GGTGAATATG GCTGGTCAAG 
GAGGTGGGAA TTGGGGTCCA CAGPAACCTG T GTgTGGTCC TCACAGTOAT GCTTCCA ACT 
TAAPPGGTCG AAPTGCTATA C ^rArPTC AAOPTflCAAC TCTTGffTCAC AACCAAAGCA 
CTTTTCACATA PGATGAACT<*S TPPATTGCA A PAGAAGGTTT PC! PTC AGTCA AATTTGCTAG 
GACAAGGAGO ATTTGGGTAT GTTCATAAA ^ GACTTCTGCP TAGTGGCAAA GAAGTTGCAG 
TGAAGAGTCT TAAAPTTGGA A C rmr.APAAG GGGAACGCGA GTTTCAAGCA GAGGTTGATA 
TCATTAGCCR TRTCCATCAT PCTCATCT C « TTTCTCTTGT TCGATATTGP ATCTCTGOTG 
GTgAAAGACT TTTGGTTTAT nRCTTTATAC PTAAPAACAC TCTTGAATTT CATCTTCATG 
GTACATTCAT CTAACAGAAT UITIH-IIG T ATTAACAAAA CCTTTAAGTA TGGTTTCTCT 
TTAATCAGGA ACATGATTGA AATTTCAGSA AAGGGTgGTC CQ7TTTTGGA TTGGCCTACA 
ACAGTGAAGA TTGCATTG«« ATTAGgT A P-A raggTTGPAT ATTTGCATGA AG ACTGT A Ag 
AAAATPTTTA TPTPAPATAT TTGCATCAG T TTCTATCTCG CTCTCTACAA TATTTGAAAG 

ATTGTATATG TTACATCAAT ~*^r rv-rrGPATTA TCPAPAGAGA TATCAAAGCT 

GCAAACATTC TTPTTGATTT CA ^TTTTfiAG ACCAAGGTAT GTGTGTATAT ATCGACTCTT 
GTACTACTTT TACTTTCATT GTCTCTCATT TTTGTTTCCA ATCTGTGTCG ATGTGTGTAT 
CAGTCTTATT GTGTAAATAT ATGCAGgZgG rAr.ATTTTGG ATTGGPTAAG CTATCTCAAG 
ACAACTATAC TrATGTCTgC A PTPGPGTCA T RGGAACTTT TGGGTAAGCA GCTTTGTAAA 
ATGTCTCAAC TCATCCACAC TTATTTAGTT TCTTTCACTT GTTTTTAACA TTTTCTTGGA 
TTP ACATACT TAGCTCCA^A GTATGCA TPA AGCGGAAAGT TATCCGACAA ATCTGATGTT 

-rrr-rrn-rrre gagtaatgct tpttgagctc ataappggaa GAPPTPPTPT OGATCTAACT 
GGAGAAATGG AAP-ATAGPTT GGTAGATTGG GTAAGTCGGT CCCCGCCTCT TCGGTTTACT 
TGTTTAATCC CAAAACACTT TCCAAAGCAA AAACAGAAAC AAATCTTACT ATTGTTGTTG 

P ASflPAAGGg nTrgrorrr g aaagpa <^pt caagatggag attacaappa attggctgat 

PPAPGTPTAG AGCTAAAPTA PAGTCA TPAA GAGATGGTTC AAATGGPTTC TTGTGCAGCT 
GPACtPAATPA GAgATTCAGP AAGAAG A PGG PgTAAGATGA GCCAGGTTPA AAAACTC ATA 
CCACTTGTTG GTTCTATTG T TATATTTTTA CTCACAATTA ATCTTGATGA TAAATGTGAC 
ATACTAATGA ATCTTGAAAC ATGTGTATGG TAAATGAAAA GATTGTACGA GCACTAGAAG 
r.AttATATfyrP AATCGATGAT ptaagtgagg P.AAPAAGACC AGGAPAAAGP ACGTACTTGA 
GPPPPGGGAG CGTGAGCTPA GAGTATG A PG PAAGCTCGTA CACGGCAGAP ATGAAAAAGT 
TPAAP.AAAPT GGgGTTAGAP- AATAAAGAA T ATPAAAGCAG TGAATATGGT GGAACAAGTG 
AGTATGGPTT AAACCCTTCT P-PTTPAAGTA GTRAAGAAAT GAATAGAGGC ^^^^^ 
GgAATPPTCA GCTTTGAA AC AAGAGACAAC ACTTGTCATA ATATTTCAGT TTTCTTCTCT 
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y. A O 5 ? V 
ATG CCG GAC TCA CCC CTG 

3 N G T S ? 
TCA AAC GGA ACA TCC CCC 

? S 3 ISA 
CCA TCA TCA ATA TCT CCT 

? P T Q E T 
CCA CCA ACG CAA GAA ACG 

MPS P Q T 
AAT CCC TCA CCG CAG ACT 

T P P A P 
GTA ACG 
? S 



D 
GAT 

S 



SPAPET3NGT? ? 
TCA TCT CCT GCC CCT GAA ACC TCA AAT GGG ACA CCA CCG 
tJESS??T??SS?P 

TCT AAT GAG TCA TCC CCG CCA ACA CCA CCT TCT TCA CCA CCA 
?PP0ISAS?S?P?A 

CCT CCG CCA GAT ATC TCC CCT TCT TTT TCA CCG CCG CCT CCA 

SPPTSPSSSPPVVA 
TCA CCT CCT ACA TCT CCG TCC TCA TCG CCG CCT GTT GTA GCT 

PENPSPPAPEGS i P 
CCA GAG AAT CCT TCT CCA CCT CCA CCT GAA GGC TCA ACT CCT 
PQTPSM0SPE 

CCA CCT GCA CCA CCA CAA ACA CCG TCC AAC CAA TCA 
PGANDDRNRTNG 



3 P Q V N H 
TCT CCT CAG GTC AAC CAC 

N G G Y Y 



M 
ATG 

K 



R P T P 
CCG GAA AGA CCA ACT CCT 
G N N N R D 

CCT TCT CCT GGT GCC AAT GAT GAC CGA AAC AGA ACC AAT GGC GGA AAC AAC AAC AGA GAC 

3STPSPPSSGNRTSGDGGSP 

GGC TCC ACA CCA TCA CCA CCG TCG TCA GGG AAC AGA ACT TCC GGT GAC GGT GGC TCA CCT 
3PPRSISPPQNSGDSDSSS _G_ 

TCA CCA CCT CGG TCG ATA AGC CCT CCT CAG AAT ACT GGA GAT TCA GAC TCA TCA TCG GGG 

LLLLLAVCIC TCCW R K K K K K 
CTT TTG CTT CTA CTT GCA GTG TGT ATT TGC ATC TCT TGC AAC AGG AAG AAG AAG AAG AAA 

HYYNNNPYGGAPS 
CAC TAC TAC AAT AAC AAT CCT TAT GGA GGA GCA CCC TCA 
QTPQDHVVNMAGQ 

GGT AAT GGT GGT TAT TAC AAG GGA ACA CCT CAA GAT CAT GTG GTG AAT ATG GCT GGT CAA 

GGGNWGPQQPVSGPHSD AS N 
GGA GGT GGG AAT TGG GGT CCA CAG CAA CCT GTG TCT GGT CCT CAC AGT GAT GCT TCC AAC 

ltgrta: pspgaatlghnqs 

TTA ACC GGT CGA ACT GCT ATA CCG TCA CCT CAA GCT GCA ACT CTT GGT CAC AAC CAA AGC 

-ftydelsiategfaosnll 

ACT TTC ACA TAC GAT GAA CTG TCC ATT GCA ACA GAA GGT TTC GCT CAG TCA AAT TTG CTA 
GQGGFGYVHKGVLPSGKEVA 

GGA CAA GGA GGA TTT GGG TAT GTT CAT AAA GGA GTT CTG CCT AGT GGC AAA GAA GTT GGA 

v « S L K L G S G Q G ERE F Q \ E V D 
GTG AAG AGT CTT AAA CTT GGA AGT GGA CAA GGG GAA CGC GAG TTT CAA GCA GAG GTT GAT 
IISRVHHRHLVSLVGY C IS G 

ATC ATT AGC CGT GTC CAT CAT CGT CAT CTC GTT TCT CTT GTT GGA TAT TGC ATC TCT GGT 
GQRLLVYEFIPNNTLEF H L H 

GGT CAA AGA CTT TTG GTT TAT GAG TTT ATA CCT AAC AAC ACT CTT GAA TTT CAT CTT CAT 
GKGRPVLDWPTRVKIALGSA 

GGA AAG GGT CGT CCG GTT TTG GAT TGG CCT ACA AGA GTG AAG ATT GCA TTG GGA TCA GCT 
RGLAYLHEDCKKIFISH IC I 

AGA GGC CTT GCA TAT TTG CAT GAA GAC TGT AAG AAA ATC TTT ATC TCA CAT ATT TGC ATC 
SHPRIIHRDIKAANILL D F S 

AGT CAC CCT CGC ATT ATC CAC AGA GAT ATC AAA GCT GCA AAC ATT CTT CTT GAT TTC AGT 

c E T K V A D F G L A K L S 0 D N Y T H 
TTT GAG ACC AAG GTG GCA GAT TTT GGA TTG GCT AAG CTA TCT CAA GAC AAC TAT ACT CAT 
VSTRVMGTFGYLAPEYASSG 

GTC TCC ACT CGC GTC ATG GGA ACT TTT GGA TAC TTA GCT CCA GAG TAT GCA TCA AGC GGA 
KLSDKSDVFSFGVMLLELIT 

AAG TTA TCC GAC AAA TCT GAT GTT TTC TCA TTT GGA GTA ATG CTT CTT GAG CTC ATA ACC 
GRPPLDLTGEMEDSLVDWAR 

GGA AGA CCT CCT CTG GAT CTA ACT GGA GAA ATG GAA GAT AGC TTG GTA GAT TGG GCA AGG 

PLCLKAAODGDYNQLADPRL 
CCT TTG TGT TTG AAA GCA GCT CAA GAT GGA GAT TAC AAC CAA TTG GCT GAT CCA CGT CTA 
E L N Y S HQ E M V Q M A S C A A A A I 

GAG CTA AAC TAC AGT CAT CAA GAG ATG GTT CAA ATG GCT TCT TGT GCA GCT GCA GCA ATC 
aHSARRRPKMSQVQKLlP LV 

AGA CAT TCA GCA AGA AGA CGG CCT AAG ATG AGC CAG GTT CAA AAA CTC ATA GCA CTT GTT 
GSIIVRALEGDMSMDDL S E G 

GGT TCT ATT ATT GTA CGA GCA CTA GAA GGA GAT ATG TCA ATG GAT GAT CTA AGT GAG GGA 
"•RPGQSTYLSPGSVSSEYDA 

ACA AGA CCA GGA CAA AGC ACG TAC TTG AGC CCC GGG AGC GTG AGC TCA GAG TAT GAC GCA 
SSYTADMKKFKKLALENK E Y 

AGC TCG TAC ACG GCA GAC ATG AAA AAG TTC AAG AAA CTG GCG TTA GAG AAT AAA GAA TAT 
QSSEYGGTSEYGLNPSASS S 

CAA AGC AGT GAA TAT GGT GGA ACA AGT GAG TAT GGC TTA AAC CCT TCT GCT TCA AGT AGT 

EEMNRGSMKRNPQL* 
GAA GAA ATG AAT AGA GGC TCA ATG AAA CGC AAT CCT CAG CTT TCA 
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CATACATCAC AAAACGGCAT TmrTCTCTC CTrnTCCTC GgpGGCTCCG 

r.rAACTTgCC cnCTCTGCCAT GTf ATTACCT CCG GCAGATT CCGTACCTGA CACGTCATCA 

rr-rccAGCTC rrccrrrGTC Trrrm-ccc r -rArrA-rrsA GrrrTCCTCC gcccttgcct 
TrAPc-Acecc rrrrrTCCGC TC ^rrnrr TcerrACCGC ctcttccggt tgaatcccca 

rraTCTCCTC CTATAGAATC A P PArr-nrrT CCT-r-r^rrnG AATPACCTCC TCCTCCTCCG 
TJGOAATCTC CATrrCCACC GT C -rrrrrAr GTCTrAGfTC CTTCCGGTTC ACCGCCATTA 

rrfTrrrrrc cmrrAAAce TrrTrrnrrci ccTTCTrrAC ctccctccga gacagttccg 

CCGGGAAATA rRATTTCTCC A C rArrTCGT TCArTTrCCT CCGAATCAAC CCCGCCGGTG 
AACACAGCTT r-TCCTCCACC GrrATCTCCT rrrrrircGCC GTAGTGGCCC TAAGCCTTCG 
tttcctcctc rrATCAATTC T-rrrrrACCA AATr-r-rrr-rc CGAACACTCC GTCACTCCCA 
baaacttctc rrrcACCTAA trrtrmrrc T p*Arr,ACGC CATTTCCCTC CTCATCCACT 

rrCCCGCCTA ARAAGTCCCC TGCAGCAGTA RCT rTrrrTT TCTTTGGGCC AGCGGGCCAA 
TTACCGGATG r^ArrnTAGC AC rrrrrnTT GGGrrTGTTA TAGAGCrCAA GACGAGTCCA 
RPPGAATCAA TATCTCCGGG A Arr.rCACAG crArrnfiTTC CGAAGAGTCT ACCTCTAACG 
ACGTCGTATC Af-PGATCATC rnrpnGATTC TTATTTCGCG GTGTAATCGT TGGAGCTCTT 
CTACTAATTC THTTAGGTCT T rrrrrmTC TrrTArARAG CTACCAGAAA TAGAAATAAC 
AAPACCAGCT CT^PTfATCA TCA ATPCAAA ACTPrCTCAA AAGGTATAAA CTTTGAGATC 
AATTTGTTTC AGACTGTCAC TTAAAATGTA ATGTAATTGT AAGTTATGAT CTTTTTTGCT 
T^.ATr a , rrT PAAPATCATC RP.RRPRGTAA T^rrGGTACG AAPPAGOCAC ATGTTATCAC 
AATGCCACP* PPAATCCATR CTAAATA T AT ATCTAGTRfiA GGTTGTGATA CGAAGGAGAA 
rAATTCTGTT RCGAAAAACA TTTCAATGC C ATPTRGAATG TTCTCCTACG AAGAACTTTC 
AAAAGCAACT RGTGGATTTT PAP.AGGAGA A rPTTTTGGGA GAAGGCGGTT TCGGATATGT 
TCACAAAGGA RTGTTGAAAA APRGGACAG A ArrTTRCGGTG AAGCAGCTGA AGATTGGGAG 
PTATCAAGGG RAAAGAGAAT TPPAARPTRA P-RTTRACACA ATCAGTAGGG TTCATCATAA 
GCACCTCGTT TPATTGGTTG P.TTATTGCGT TAATRGAGAT AAAAGACTCT TGGTTTACGA 
RTTTGTTgCT AAARATAPPT TGG ARTTPPA CTTGCATGGT AAAATAGATA TATGATTTCA 
TCCTTTTTGA m i blU lI AGTTCATTAT GTTGAGTATT GTGAGAATAT GTGTTGTAGA 
GAACAGAGGA AGCGTGTTG G AATKRGAAAT RARRPTCAGG ATTGCTGTAG GAGCAGCAAA 
AGGATTAGCT TATPTTCATG AGGATTG TGA GTTGTTTCTC TTCATAATGG GAATGACAAT 
GGCCTTTTTT GGGTTTTCGA CACTGATATT GATTTCTGGT GCTTGTAATG CAG GCAGTCC 
AAPT1TAATT PACCGTGATA TPAAAGC fl RP TAATATCCTT CTAGATTCCA AATTTGAGG C 
AAAGGTGATC TGCTCTTTAA TCTTATCAAA GTTTGGTTTT TAGAACAGAG TTTGCCCATT 
TTCGGTTTAT AGTCACACCA TTTTGTTCTA TTTAACAAGA TTACATGTAG CTTAGAGTTC 
TTGTTCTCTT CAGglSlgTS ArTTTGGACT A P-PPAARTTT TTCTCAGACA CCAATTCATC 
ATTCACTCAT ATPTPTACTC GAGTGGTAGG AACTTTCGGG TAAAACACCA TCCATCCATC 
CTTTATATGT TGTGTCATTG TGTTTAAAAA TATTAATTTA CGGTTTCAAG TTTCAAGTTT 
CAAGTTTCAA GTTTCTTCCT TGTTGTATCG TAAATCCAGA TCAAAAGATT TATTGATTAC 
TAAATGCCTT GTGCACCGTC TATTTGGTAT GCATTTAAAC AG ATACATGG PTCCAGAATA 
CGgGTCCAGT RGTAAAGTAA PTGATAAA T P ARATGTATAT TCCTTTGGGG TCGTGCTTCT 
nRAAPTPATP ACTGGACGT C PATPAATTTT PRPPAAA6AT TPTTPCACAA ACCAGAGTTT 
AGTAGACTGG GTAAGTCAAA GTACATGATG ATGATGATGA TACCATTAGG TTTTCTTTTT 
CCCACTAGTT ATTAGATGAA AATGAAACTC CAGTATAACT GCAAGCTTGA AACTTCATTA 
GACTGTAAAT TTTGATTATT CCT CAGGCGA rp.ppattrCT TACGAAAGCA ATCTCTGGAG 
AAAGTTTTGA PTTTCTTGTA RAPTPAAGGT TRRARAAGAA TTACGATAPA ACTCAGATGG 
rAAArATGGC TGCTTGTRf-r OPTGCT T RPA TACGCCAATC AGCTTGGfTT CGGCCTAGAA 
TGAGCCAGG T CTGAGATTTA GTTTAAATAC ATGTATTCGT CCATATATCC GAAAGGAACA 
AGCCTAATCC ATGAATACAT TTATATCTTG AAAAAAACTT GAATAG GTAG TACGTGCTCT 
TR A LflRTRRft RTGGCCCTRA RAAAGGT C RA ARAGACTGRG AATAGCGTGA CCTATAGCTC 
TTPTGAAAAC CCGAATRACA TCACArPAPG GTA T RGAACA AATAAGAGGA GATTCGACAC 
aRRTTPAARP RATGGTTACA PTTPARAAT* TRRARTTAAC rrTTPTrAGT CGAGCAGTGA 
1PATCAACAG GTGAATACTT AGT TCACAGG TTCAATAGGG CAAGTTTCAC CACAATTATT 
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CAC CTC TCA GCT CCT TCC GGT TCA CCG CCA TTA CCC TTC CTT CCC GCC AAA CCT TCT CCG 
PPSSPPSETVPPGNTISPPP 

CCG CCT TCT TCA CCT CCC TCC GAG ACA GTT CCG CCG GGA AAT ACG ATT TCT CCA CCA CCT 
RSLPSESTPPVMTASPPPPS 

CCT TCA CTT CCC TCC GAA TCA ACC CCG CCG CTG AAC ACA GCT TCT CCT CCA CCG CCA TCT 
PPRRRSGPKPSPPPPIMSSP 

CCT CCT CGC CGC CCT ACT GGC CCT AAG CCT TCG TTT CCT CCT CCC ATC AAT TCT TCT CCA 
PNPSPNTPSLPBTSPPPKPP 

CCA AAT CCT TCT COG AAC ACT CCG TCA CTC CCA GAA ACT TCT CCT CCA CCT AAA CCA CCG 
LSTTPFPSSSTPPPKKSPAA 

CTCTCAACGACGCCATTTCCCTCCTCATCCACTCCCCre 
VTLPFFGPAGQLPDGTVAP P 

GTA ACT CTT CCT TTC TTT GGG CCA GCC GGC CAA TTA CCG GAT GGG ACC GTA GGA CCT CCT 
IGPVIEPKTSPAESISPGTP 

ATT GGG CCT GTT ATA GAS CCC AAG ACG ACT CCA GCC GAA TCA ATA TCT CCG GGA ACG CCA 
QPLVPKSLPVTTSYHRSSA JG_ 

CAG CCA CTG GTT CCG AAG ACT CTA CCT GTA ACG ACG TCG TAT CAC GGA TCA TCC GCC GGA 

FL FGGV IVGALLL TLLG L J . V 1J1 *"~ 
TTC TTA TTT GGC GGT GTA ATC GTT GGA GCT CTT CTA CTA ATT CTG TTA GGT CTT CTC TTT 

_V P_ YRATRNRNNNSSSAHHQS 

CTC TTC TAC AGA GCT ACC AGA AAT AGA AAT AAC AAC AGC AGC TCT GCT CAT CAT CAA TCC 
KTPSKVQHHRGGNAGTNQAH 

AAA ACT CCC TCA AAA GTT CAA CAT CAT CCG GGC GGT AAT GCT GGT ACG AAC CAG GCA CAT 
VITMPPPIHAKYISSGGCDT 

GTT ATC ACA ATG CCA CCA CCA ATC CAT GCT AAA TAT ATA TCT ACT GGA GGT TGT GAT ACG 
KENNSVAKNISMPSGMFSYE 

AAG GAG AAC AAT TCT GTT GOG AAA AAC ATT TCA ATG CCA TCT GGA ATC TTC TCC TAC GAA 
ELSKATGGFSESNLLGSGGF 

GAA CTT TCA AAA GCA ACT GGT GGA TTT TCA GAG GAG AAC CTT TTG GGA GAA GGC GGT TTC 
GYVHKGVLKNGTBVAVKQLK 

GGA TAT GTT CAC AAA GGA GTG TTG AAA AAC GGG ACA GAA GTT GCG GTG AAG CAG CTG AAG 
IGSYQGERBFQAEVOTISRV 

ATT GGG AGC TAT CAA GGG GAA AGA GAA TTC CAA GCT GAG GTT CAC ACA ATC ACT ACG GTT 
HHKHLVSLVGYCVNGDKRLL 

CAT CAT AAG CAC CTC GTT TCA TTG GTT GGT TAT TCC GTT AAT GGA GAT AAA AGA CTC TTG 
VYEFVPKDTLBFHLHEMRGS 

GTT TAC GAG TTT GTT CCT AAA GAT ACC TTG GAG TTC CAC TTG CAT GAG AAC AGA GGA AGC 

VLEWEMRLRIAVGAAKGLAY 
GTG TTG GAA TGG GAA ATG AGG CTC AGO ATT GCT GTA GGA GCA GCA AAA GGA TTA GCT TAT 

LHEDCSPTI IHRDIKAANI L 
CTT CAT GAG GAT TGC ACT CCA ACT ATA ATT CAC CGT CAT ATC AAA GCA GCT AAT ATC CTT 
LDSKFEAKVSDFGLAKFFSD 

CTA GAT TCC AAA TTT GAG GCA AAG CTC TCT GAC TTT GGA CTA GCC AAG TTT TTC TCA GAC 

TNSS PTHISTRVVGTFGYMA 
ACC AAT TCA TCA TTC ACT CAT ATC TCT ACT CCA CTG GTA GGA ACT TTC GGA TAC ATG GCT 
PEYASSGKVTDKSDVYS FGV 

CCA GAA TAC GCG TCC ACT GGT AAA GTA ACT GAT AAA TCA GAT GTA TAT TCC TTT GGG GTC 
VLLELITGRPSIFAKDSSTN 

GTG CTT CTA GAA CTC ATC ACT GGA CCT CCA TCA ATT TTC CCC AAA GAT TCT TCC ACA AAC 
OSLVDWARPLLTKAISGBS F 

CAG ACT TTA GTA GAC TCG GCG AGG CCA TTG CTT ACG AAA GCA ATC TCT GGA GAA ACT TTT 
DPLVDSRLBKNYDTTQMAHM 

GAC TTT CTT GTA GAC TCA AGG TTG GAG AAG AAT TAC GAT ACA ACT CAG ATG GCA AAC ATG 
AACAAACIRQSAWLRPRMSQ 

GCT GCT TGT GCT GCT GCT TGC ATA CCC CAA TCA GCT TGG CTT CGG CCT AGA ATG AGC CAG 
VVRALBGBVALRKVBETCMS 

GTA GTA CGT GCT CTT GAA GGC GAG GTG GCC CTG AGA AAG GTC GAA GAG ACT GGG AAT AGC 
VTYSSSBNPNDITPRYGTHK 

GTG ACC TAT AGC TCT TCT GAA AAC CCG AAT CAC ATC ACA CCA CGG TAT GGA ACA AAT AAG 

RRFDTGSSDGYTSBYCVN P S 
AGG AGA TTC GAC ACA GGT TCA AGC GAT GGT TAC ACT TCA GAA TAT GGA GTT AAC CCT TCT 

QSSSEHQQVNT* 
CAG TCG AGC ACT GAA CAT CAA CAG GTG AAT ACT TAG 
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